Genetic changes within an aphid clone: homogenization of rDNA intergenic spacers after insecticide selection by Shufran, Kevin A. et al.
University of Nebraska - Lincoln 
DigitalCommons@University of Nebraska - Lincoln 
Faculty Publications: Department of 
Entomology Entomology, Department of 
April 2003 
Genetic changes within an aphid clone: homogenization of rDNA 
intergenic spacers after insecticide selection 
Kevin A. Shufran 
USDA-ARS 
Z. B. Mayo 
Univesity of Nebraska - Lincoln, zmayo1@unl.edu 
Teresa Crease 
University of Guelph, Guelph, Ontario N1G 2W1, Canada 
Follow this and additional works at: https://digitalcommons.unl.edu/entomologyfacpub 
 Part of the Entomology Commons 
Shufran, Kevin A.; Mayo, Z. B.; and Crease, Teresa, "Genetic changes within an aphid clone: 
homogenization of rDNA intergenic spacers after insecticide selection" (2003). Faculty Publications: 
Department of Entomology. 148. 
https://digitalcommons.unl.edu/entomologyfacpub/148 
This Article is brought to you for free and open access by the Entomology, Department of at 
DigitalCommons@University of Nebraska - Lincoln. It has been accepted for inclusion in Faculty Publications: 
Department of Entomology by an authorized administrator of DigitalCommons@University of Nebraska - Lincoln. 
 Biological Journal of the Linnean Society
 
, 2003, 
 
79
 
, 101–105. With 4 figures
© 2003 The Linnean Society of London, 
 
Biological Journal of the Linnean Society, 
 
2003, 
 
79
 
, 101–105
 
101
 
Blackwell Science, LtdOxford, UKBIJBiological Journal of the Linnean Society0024-4066The Linnean Society of London, 2003? 2003
79?
Original Article
HOMOGENIZATION OF THE rDNA IGS IN AN APHIDK. A. SHUFRAN 
ET AL.
 
*Corresponding author. E-mail: 
kashufran@pswcrl.ars.usda.gov
 
Intraclonal genetic variation: ecological and evolutionary aspects.
 
Edited by H. D. Loxdale 
 
FLS
 
, 
 
FRES
 
 and G. Lushai 
 
FRES
 
Genetic changes within an aphid clone: homogenization 
of rDNA intergenic spacers after insecticide selection
 
KEVIN A. SHUFRAN
 
1,
 
*, Z B MAYO
 
2
 
 and TERESA J. CREASE
 
3
 
1
 
USDA-ARS, Plant Science and Water Conservation Research Laboratory, 1301 N. Western Road., 
Stillwater, OK 74075, USA
 
2
 
Department of Entomology, 202 Plant Industry Building, University of Nebraska, Lincoln, NE 68583, 
USA
 
3
 
Department of Zoology, University of Guelph, Guelph, Ontario N1G 2W1, Canada
 
A single asexual maternal lineage (i.e. clone) of the greenbug aphid, 
 
Schizaphis graminum
 
 (Rondani) was repeatedly
selected with the insecticide disulfoton (
 
O
 
,
 
O
 
-diethyl 
 
S-
 
[2-(ethylthio)ethyl] phosphorodioate). A parallel colony of the
non-selected clone was also maintained. After approximately 200 generations (4 years) of continuous selection, both
the selected and non-selected clones were assayed for changes in intergenic spacer (IGS) length variants of the rRNA
cistron. No changes in sets of IGS variants were detected in the non-selected clone. However, the selected clone was
found to have lost three variants present in the non-selected clone. This probably occurred by unequal cross-over
between sister chromatids, whereby the cistron became homogenized by an increase of frequency of two smaller vari-
ants. This documents a large-scale genetic change occurring within the rRNA cistron in a parthenogenetically repro-
ducing aphid. © 2003 The Linnean Society of London. 
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INTRODUCTION
 
Aphids are among the best known parthenogenetic
insects, with asexual reproduction occurring apomic-
tically, i.e. meiosis apparently does not occur and the
egg undergoes a single mitotic maturation (Blackman,
1980; Suomalainen, Saura & Lokki, 1987). Therefore,
all offspring descending from a single parthenogenetic
aphid (i.e. clone) should (barring mutations) be genet-
ically identical. Modern molecular genetic techniques
generally have substantiated the clonal nature of
aphids by showing the stability of various regions of
nuclear DNA during parthenogenesis (Carvalho 
 
et al
 
.,
1991; Shufran, Black & Margolies, 1991; Black 
 
et al
 
.,
1992; De Barro 
 
et al
 
., 1994; Fukatsu & Ishikawa,
1994). Recently, however, germ line and somatic muta-
tions were detected with molecular markers in clones
of 
 
Sitobion avenae
 
 (F.), thus confirming the occurrence
of mutations in apomictic lineages (De Barro 
 
et al
 
.,
1994; Lushai 
 
et al
 
., 1997, 1998).
The study herein documents another case of molec-
ular evolution occurring within an asexually reproduc-
ing lineage of aphids. This was discovered while
examining length diversity of the intergenic spacer
(IGS) region of the rRNA cistron in a clone of the
greenbug, 
 
Schizaphis graminum
 
 (Rondani), undergo-
ing insecticide selection. Prior to this, IGS spacer
length diversity was extensively studied in the green-
bug. Previously, it was found that IGS variants were
stable within greenbug clones, even after as many as
100 consecutive parthenogenetic generations (Fig. 1;
Shufran 
 
et al.
 
, 1991). For this reason, IGS profiles
were useful as ‘DNA fingerprint-like’ markers in pop-
ulation studies. It was thought that IGS length diver-
sity was generated by recombination during meiosis in
the sexual cycle of the greenbug, and maintained
via apomixis. New IGS size variants and combina-
tions were apparent after laboratory crosses of
 
S. graminum
 
 (Shufran, Peters & Webster, 1997). Here
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it was concluded that the large degree of IGS diversity
seen in field populations was a result of recombination
during meiosis in natural populations. However, the
loss of IGS variants in a single parthenogenetic clone
of 
 
S. graminum
 
 has been discovered; hence mecha-
nisms other than conventional recombination contrib-
ute to the IGS diversity of field populations.
 
EXPERIMENTAL PROCEDURES
 
The greenbug clones used in this study were those
which were selected for and maintained by Shotkoski,
Mayo & Peters (1990). A clone was initiated from a
single parthenogenetically reproducing individual and
reared on sorghum (
 
Sorghum bicolor
 
 (L.) Moench)
to produce suitable numbers for selection experi-
ments. Two colonies were maintained: one un-
treated with insecticides and another treated with
the systemic insecticide disulfoton (
 
O
 
,
 
O
 
-diethyl
 
S-
 
[2-(ethylthio)ethyl] phosphorodioate) at a rate
equivalent to 1.49 kg (AI) ha
 
-
 
1
 
 (Shotkoski 
 
et al.
 
, 1990).
Greenbugs were under continual insecticide selection
for a period of 8 months (approximately 32 genera-
tions of apomictic reproduction). During this time, the
selected clone was determined to have gained between
a 100- and 300-fold increase in resistance to disulfoton
(Shotkoski 
 
et al.
 
, 1990). The two colonies were then
kept in the greenhouse for an additional 3 years under
the same rearing and selection regime. For the entire
duration of the experiments, the two colonies were
kept in separate environmental chambers. Rearing
conditions were 26
 
∞
 
C with a photoperiod of 16:8 (L:D).
The procedures for maintaining the identity of each
clone were very stringent, i.e. the possibility of either
colony being contaminated and taken over by an alien
clone was remote (Shotkoski 
 
et al.
 
, 1990). Further-
more, there were no other greenbug colonies being
maintained at the facility that could have been a
potential contamination source.
In 1993, we attempted to verify the clonal nature of
each colony using the IGS of the rRNA cistron as a
fingerprinting marker. The two clones (selected and
non-selected) were still being maintained according to
Shotkoski 
 
et al.
 
 (1990). Over a 4-year period, we esti-
mated that both greenbug clones had undergone
approximately 200 generations of continuous parthe-
nogenetic reproduction. After this period of continuous
parthenogenesis and selection, six adult, apterous
individuals were chosen randomly from each of the
selected and non-selected colonies and assayed for
length diversity in the rDNA IGS according to proto-
cols detailed in Shufran 
 
et al.
 
 (1991).
 
RESULTS
 
Genetic fingerprinting of two lineages of a single
greenbug clone (one under insecticide selection and
the other an untreated control) revealed multiple IGS
size variants within individual greenbugs, and differ-
ent sets of variants between the selected and non-
selected clone (Fig. 2). A total of five IGS size variants
were present in the non-selected clone, ranging from
8.8 to 13.2 kb. All individuals chosen from the non-
selected clone had identical sets of IGS spacer sizes,
i.e. zero variation within the clone. However, in the
selected clone only three variants were detected. Two
were identical in size to those in the non-selected
clone, and a third was 0.3 kb larger (9.6 kb). After
about 200 generations (4 years) of apomictic parthe-
nogenesis and continuous insecticide selection, the
selected clone lost the 13.2 kb, 10.1 kb and 9.3 kb vari-
ants (Fig. 2). Again, there was zero variation in IGS
variants among individuals within the non-selected
clone. This result is in contrast with those of Shufran
 
et al.
 
 (1991) and Black (1993), in which IGS variants
were found to be stable within clones, even after 100
generations of parthenogenesis (Fig. 1). However, in
 
Figure 1.
 
Southern blot showing rDNA IGS sizes are con-
sistent within a single clone of 
 
Schizaphis graminum
 
 (from
Shufran 
 
et al.
 
, 1991).
16.8-
13.0-
10.0-
 
Figure 2.
 
Southern blot showing rDNA IGS loss of a
13.2 kb, 10.1 kb, and 9.3 kb spacer in a single clone of
 
Schizaphis graminum
 
, after repeated selection with insecti-
cides (N:-non-selected; S:-selected).
13.2-
11.2-
10.1-
9.3-
8.8-
N S S SN N
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these particular experiments, clones were maintained
on sorghum plants without chemical selection
pressures.
 
DISCUSSION
 
Large scale, nuclear genetic rearrangements have
been documented in apomictic populations of the
freshwater crustacean, 
 
Daphnia pulex
 
 Leydig (Crease
& Lynch, 1991). Inter- and intra-chromosomal
exchanges between rDNA arrays in the absence of
meiosis lead to changes in the frequency of IGS vari-
ants. Over time, there was also an overall net loss of
IGS repeats within obligately parthenogenetic clones.
However, no new size variants were detected within
clonal lineages (Crease & Lynch, 1991). Besides
 
D. pulex
 
, unequal cross-over and gene conversion
within rDNA arrays has been documented during
mitosis in the fruit fly, 
 
Drosophila
 
 (Tartof, 1974;
Gillings 
 
et al
 
., 1987), broad bean (Rogers & Bendich,
1987), and yeast (Szostak & Wu, 1980; Jackson &
Fink, 1981; Klein & Petes, 1981; Keil & Roeder, 1984).
Homogenization of rDNA arrays in parthenogenetic
organisms may provide a mechanism to purge the
gene family of deleterious mutations, thus avoiding
the consequences of Muller’s ratchet (1964) and offer-
ing new evolutionary opportunities within clones
(Crease & Lynch, 1991).
The loss of the 13.2 kb, 10.1 kb and 9.3 kb variants
in the insecticide-selected greenbug clone may have
been due to unequal cross-over at the level of the
entire rDNA repeat. Variants tend to cluster within an
array, most likely as a consequence of the fact that
misalignment of repeats occurs between close neigh-
bours. If so, then unequal sister chromatid exchange
events during apomixis could potentially create a
chromatid in which an entire block of one variant is
eliminated, or substantially reduced in frequency
(Fig. 3). During apomixis, only one of the two chroma-
tids migrate into the egg, while the other goes into the
polar body (Blackman, 1980). Therefore, even though
there is one equational division, only one mitotic prod-
uct carries on to become an egg (Fig. 4). Because of
unequal sister chromatid exchange, the chromatid
entering the egg could be very different from the orig-
inal chromosome.
Whilst with the methods presently used the relative
copy number of each variant or subtle changes in fre-
quency could not be estimated, we observed a stronger
signal (darker band) representing the 8.8 kb variant
in the insecticide-selected clone, suggesting a greater
number of copies. We also detected a new sized variant
of 9.6 kb, which is probably an increase in frequency of
a previously rare variant (Fig. 2). This may represent
a homogenization of these smaller variants of the IGS
in the selected clone. The selected lineage went
through numerous bottlenecks whereby a genotype
bearing a new mutation that conferred increased
resistance to disulfoton would have rapidly increased
in frequency. If this lineage also contained an IGS
array altered by unequal cross-over, that array would
‘hitch a ride’ in the resistant clone. It is also possible
that aphids reared under continuous exposure to
insecticides may have been more fit when containing
these smaller variants, in which case they would have
been rapidly selected for. We stress that there is no
precedent for rDNA conferring insecticide resistance
and make no claims that rDNA is involved in insecti-
cide resistance in greenbug. In fact, the mechanisms of
insecticide resistance in greenbug have been attrib-
uted to elevated esterases (Zhu & He, 2000).
Changes in rDNA have effects on the morphology
and life-history of 
 
Drosophila
 
 (Frankham, 1988).
Lynch, Spitze & Crease (1989) found that 
 
D. pulex
 
with specific isozyme/mtDNA genotypes and differing
in life-history characters from other populations could
 
Figure 3.
 
Results of two unequal cross-over events. The
bottom chromatid has essentially lost the dark variant and
four repeats. Further unequal cross-over could increase the
number of light variants in this new array.
*
*
*
 
Figure 4.
 
Behaviour of the aphid chromosomes during the
mitotic division during development of the female oocytes.
Adapted from Blackman (1980).
Female Oocyte
Polar Body
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also be distinguished by their rDNA profiles. The IGS,
while once thought to be non-transcribed, is now
known to have important functions in the rRNA cis-
tron. These include gene promoters, spacer promoters,
transcriptional enhancers and the origin of replica-
tion. Therefore the IGS may be subject to greater
selection than previously thought.
Ribosomal DNA is a multigene family coding for the
RNA components of the ribosome. Members occur in
tandem repeats and are usually found at one or a very
few chromosomal locations. Each member contains
three genes that code for the 18S, 5.8S and 28S
subunits, with each member connected by an IGS
(Beckingham, 1982; Gerbi, 1985). There are about 150
copies of each three-gene array in greenbug (Black,
1993). While we could not estimate the relative copy
numbers of each IGS variant, it is safe to assume that
there are multiple copies of each within different indi-
viduals. In the unlikely event these copies are equally
distributed, there would have been an average of
about 30 copies of each variant in the initial clone
selected by Shotkoski 
 
et al.
 
 (1990). Thus, loss of mul-
tiple copies within the selected clone cannot be
explained merely by a single mutation at a restriction
site, or deletion of one fragment. Such changes occur-
ring in multiple copies of a variant of specific size, and
not others, would be very unlikely. Unequal cross-over
is the most likely molecular drive event for the
observed loss and homogenization of IGS variants in
this case. Like 
 
D. pulex
 
 (Crease & Lynch, 1991), we
observed a net loss in IGS variants in the greenbug.
While the net loss occurred while the greenbug clone
was under insecticide selection, we do not know what
selection factors (if any) may have been acting upon
 
D. pulex
 
 in nature.
 
ACKNOWLEDGEMENTS
 
Mention of trade names or commercial products in
this article is solely for the purpose of providing spe-
cific information and does not imply recommendation
or endorsement by the United States Department of
Agriculture. We thank Alex Wilson, Steve Foster,
Owain Edwards and a few others who reviewed and
provided comments on this paper. We also extend our
appreciation to Hugh Loxdale and Gugs Lushai for
their efforts in the publication of these proceedings.
 
REFERENCES
 
Beckingham K.
 
 
 
1982.
 
 Insect rDNA. In: Busch H, Rothblum L,
eds. 
 
The cell nucleus,
 
 
 
Vol. X.
 
 
 
Part A.
 
 New York: Academic
Press, 205–269.
 
Black 
 
IV
 
 WC.
 
 
 
1993.
 
 Variation in the ribosomal RNA cistron
among host-adapted races of an aphid (
 
Schizaphis grami-
num
 
). 
 
Insect Molecular Biology
 
 
 
2:
 
 59–69.
 
Black 
 
IV
 
 WC, DuTeau NM, Puterka GJ, Nechols JR,
Pettorini JM.
 
 
 
1992.
 
 Use of the random amplified polymor-
phic DNA polymerase chain reaction (RAPD-PCR) to detect
DNA polymorphisms in aphids (Homoptera: Aphididae). 
 
Bul-
letin of Entomological Research
 
 
 
82:
 
 151–159.
 
Blackman RL.
 
 
 
1980.
 
 Chromosomes and parthenogenesis in
aphids. In: Blackman RL, Hewitt GM, Ashburner M, eds.
 
Insect cytogenetics
 
. Oxford: Blackwell Scientific, 133–148.
 
Carvalho GR, Maclean N, Wratten SD, Carter RE,
Thurston JP.
 
 
 
1991.
 
 Differentiation of aphid clones using
DNA fingerprints from individual aphids. 
 
Proceedings of the
Royal Society of London B
 
 
 
243:
 
 109–114.
 
Crease TJ, Lynch M.
 
 
 
1991.
 
 Ribosomal DNA variation in
 
Daphnia pulex
 
. 
 
Molecular Biology and Evolution
 
 
 
8:
 
 620–640.
 
De Barro P, Sherratt T, Wratten S, Maclean N.
 
 
 
1994.
 
 DNA
fingerprinting of cereal aphids using (GATA)
 
4
 
. 
 
European
Journal of Entomology
 
 
 
91:
 
 109–114.
 
Frankam R.
 
 
 
1988.
 
 Exchanges in the rDNA multigene family
as a source of genetic variation. In: Weir BS, Eisen EJ,
Goodman MM, Namkoong G, eds. 
 
Proceedings of the second
international conference on quantitative genetics
 
. Sunder-
land, MA: Sinauer, 236–242.
 
Fukatsu T, Ishikawa H.
 
 
 
1994.
 
 Differentiation of aphid clones
by arbitrarily primed polymerase chain reaction (AP-PCR)
DNA fingerprinting. 
 
Molecular Ecology
 
 
 
3:
 
 187–192.
 
Gerbi SA.
 
 
 
1985.
 
 Evolution of ribosomal DNA. In
 
:
 
 MacIntyre
RJ, ed. Molecular evolutionary genetics. New York: Plenum
Press, 419–517.
Gillings MR, Frankham R, Speirs J, Whalley M. 1987. X-
Y exchange and the coevolution of the X and Y rDNA arrays
in Drosophila melanogaster. Genetics 116: 241–251.
Jackson RL, Fink G. 1981. Gene conversion between dupli-
cated elements in yeast. Nature 292: 306–307.
Keil RL, Roeder GS. 1984. Cis-acting recombination-
stimulating activity in a fragment of the ribosomal DNA of
Saccharomyces cerevisiae. Cell 39: 377–386.
Klein HL, Petes T. 1981. Intrachromosomal gene conversion
in yeast: a new type of genetic exchange. Nature 289: 144–
148.
Lushai G, De Barro PJ, David O, Sherratt TN, Maclean
N. 1998. Genetic variation within a parthenogenetic lineage.
Insect Molecular Biology 7: 337–344.
Lushai G, Loxdale HD, Brookes CP, von Mende N,
Harrington R, Hardie J. 1997. Genotypic variation among
different phenotypes within aphid clones. Proceedings of the
Royal Society of London, B 264: 725–730.
Lynch M, Spitze K, Crease TJ. 1989. The distribution of life-
history variation in the Daphnia pulex complex. Evolution
43: 1724–1736.
Muller HJ. 1964. The relation of recombination to mutational
advance. Mutation Research 1: 2–9.
Rogers SO, Bendich AJ. 1987. Heritability and variability in
ribosomal RNA genes of Vicia faba. Genetics 117: 285–295.
Shotkoski FA, Mayo ZB, Peters LL. 1990. Induced disulfo-
ton resistance in greenbugs (Homoptera: Aphididae). Jour-
nal of Economic Entomology 83: 2147–2152.
Shufran KA, Black IV WC, Margolies DC. 1991. DNA fin-
gerprinting to study spatial and temporal distributions of an
HOMOGENIZATION OF THE rDNA IGS IN AN APHID 105
© 2003 The Linnean Society of London, Biological Journal of the Linnean Society, 2003, 79, 101–105
aphid, Schizaphis graminum (Homoptera: Aphididae). Bul-
letin of Entomological Research 81: 303–313.
Shufran KA, Peters DC, Webster JA. 1997. Generation of
clonal diversity by sexual reproduction in the greenbug,
Schizaphis graminum. Insect Molecular Biology 6: 203–209.
Suomalainen E, Saura A, Lokki J. 1987. Cytology and evo-
lution in parthenogenesis. Boca Raton: CRC Press.
Szostak JW, Wu R. 1980. Unequal crossing over in the riboso-
mal DNA of Saccharomyces cerevisiae. Nature 284: 426–430.
Tartof KD. 1974. Unequal mitotic sister chromatid exchange
and disproportionate replication as mechanisms regulating
ribosomal RNA gene redundancy. Cold Spring Harbor Sym-
posium on Quantitative Biology 38: 491–500.
Zhu KY, He F. 2000. Elevated esterases exhibiting ary-
lesterase-like characteristics in an organophosphate-
resistant clone of the greenbug, Schizaphis graminum
(Homoptera: Aphididae). Pesticide Biochemistry and Physi-
ology 67: 155–167.
